Association to OM (all affected) in markers within a 400 kb region surrounding rs3821170 (A), rs885932 (B), rs2406176 (C), and rs4825724 as well as their estimated LD with each other. The genes that are located within the region are shown, as well as recombination patterns (plotted based on data from the hg19/1000 Genomes dataset, Nov 2014 EUR population).
Supplementary Figure 3
Pairwise r 2 LD between all markers in the region based on our data. Our associated markers constitute a block of strong LD. The region shown is the same as in Figure  2C .
Supplementary Figure 4
GO analysis of previously known OM genes showing their enrichment in biological process, molecular function, and cellular component. The output is presented as a figure, as well as in table format. Chr 21
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